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-~ © With the advancement in next-generation molecular technology in generating the high-throughput "omics" data, life

science has, come to the era of "Big Data". To extract biological knowledge from the data, and translate it into benefits for society
(e.g. better medlglne and healthcare), novel and advanced computational tools are needed for data analysis. CSBio 2015 would like to
invite researcher qnd industrial counterparts to meet at this event to exchange ideas and stimulate research collaborations.

- ; CALL FOR PAPERS

We invite you to submit either abstracts, extended abstracts, and full papers as the following choices:
1. Poster presentation: Abstracts
2. Conference proceedings: Extended abstracts (not exceed 5 pages)
3. Full research papers to be considered for
« Journal of Bioinformatics and Computational Biology (JBCB)
« Computational and Structural Biotechnology Journal (CSBJ)

TOPICS include (but are not limited to)

Adaptive computationin bioinformatics Gene expression analysis

Bio-data visualization Medical and biomedical informatics

Bio-inspired computing Modelingand simulation of biological processes, pathways, etc.
Biological network reconstruction and analysis Molecularevolution and phylogeny

Biomarker discovery Next-generation sequencing

Disease classification Parallel and distributed computing for life science

DNA, RNA and protein sequence analysis Population genetics

Drug discovery and validation Proteomics and other omics

Epigenetics or epigenomics Protein folding

Functional genomics Translational bioinformatics

IMPORTANT DATES

Paper submission deadline 31 .Iuly 2015 (Extended)

Notification date 15 September 2015
Early-bird registration deadline 22 September 2015
KEYNOTE SPEAKERS WORKSHOPS
Steve Rozen, Ph.D. “Next-Generation Sequencing Data Analysis”
Duke-NUS Graduate medical school, Singapore Weerayuth Kittichotirat, Ph.D. and

On “Genome bioinformatics’ current successes, challenges,

and opportunities in the era of low-cost sequencing” Tesraphans oIS BELD:

KMUTT, Thailand

Samuzzr:ft}tlfahﬁix:fi;;:i;n' “Algorithms for Detecting Protein Complexe

On “Big data analysis in Metagenomics” Whole-Genome PPI Networks” b
Leong Hon Wai, Ph.D.

lNVlTED SPEAKERS National University of Singapore, Singa
‘ 1a i

Philip Shaw, Ph.D. ol
BIOTEC, Thailand
On “RNA-seq methods for studying
the malarial transcriptome”
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